Nothing essential has changed in the definition of bronchiolitis since its description nearly 80 years ago ([@bib1], [@bib2]). The syndrome affects infants and young children at different ages, presents with a few overlapping symptoms of varying intensity and other manifestations often associated with specific pathogens (e.g., fever and pharyngitis in influenza or wheezing with respiratory syncytial virus), and is caused by infection with one or a combination of half a dozen viruses with different inflammatory, antiviral, and/or atopic phenotypes ([@bib3]). Conceived as a single entity, a number of candidate drugs failed as therapeutics against it in randomized trials ([@bib4]). To date, management recommendations for hospitalized patients are based on supportive therapy ([@bib2]). Etiologic testing is discouraged ([@bib2]).

Times are changing. Paradigm shifts usually announce themselves through periods characterized by coexisting contradictory practices, concepts, and models. We are living in the dawn of the omics era and precision medicine, and steadily moving away from the illusion of the panacea (one medicine that cures all diseases) to re(de)fine our diagnoses and provide tailored, personalized treatments. We are only now coming to terms with the idea that bronchiolitis is, in fact, a constellation of clinical manifestations arbitrarily considered a single disease, instead conformed by several distinct pathophysiological entities. In this issue of the *Journal*, Jones and colleagues (pp. [1537--1549](10.1164/rccm.201804-0715OC)) perform transcriptomics profiling of peripheral blood mononuclear cells and nasal mucosal scrapings from 26 infants and 27 young children who suffered acute bronchiolitis, and provide evidence supporting the need to discriminate apples from oranges. Samples were obtained during acute infection and at convalescence to characterize the immune-inflammatory response networks associated with the entities within the syndrome ([@bib5]). Adding nasal mucosal scrapings expanded the analysis to two biological sources of data, whereas previous reports limited their sampling to either blood or nasal scrapings ([@bib6]--[@bib8]).

The first message emerging from these observations is that, during acute bronchiolitis, IFN seems to matter, particularly for infants (most of them infected with respiratory syncytial virus \[RSV\]). Infants with bronchiolitis exhibit hyperactivation of type I IFN transcription pathways, validated at the protein level ([@bib5]). During RSV infection, IFN is seldom found in respiratory secretions, and consequently has been speculated to play a minor role in disease pathogenesis ([@bib9]). However, type I IFN levels peak early after infection, and RSV bronchiolitis has a long incubation period followed by a prodromal phase. Therefore, samples may have been collected too late in earlier studies to detect its antiviral effects ([@bib9]). For the same reason, and given the nature of study design, the observed up-regulation of IFN during acute illness does not imply a positive association between levels and severity. Earlier works in asthma nicely show that timing is everything when assaying IFN, which may be suppressed or abundant at different stages of disease ([@bib10], [@bib11]).

Responses in older children skewed toward inflammation-associated regulators, remodeling/repair-associated drivers, and Th2 signaling. These subjects also experienced more frequent infections with rhinoviruses and enteroviruses ([@bib5]). Through careful statistical analysis of the data, the authors show that age is the main driving force behind the diversity of the inflammatory response profiles. When in clinic or at the hospital, older children with severe bronchiolitis often reflect a group we intuitively (and from our reading of the literature) expect to see again with long-term respiratory complications ([@bib12]). But even in this relatively small group of young children, the authors employ an N-of-1 pathways analysis to recover singular patterns that would otherwise get averaged out, and identify a second subset of subjects exhibiting infant-equivalent hyper-upregulation of IFN pathways. Evidently, there is more diversity in the pathophysiology of bronchiolitis than we often acknowledge.

This interesting study offers a glimpse of a complex picture. As recognized by the authors, a limited sample size, unknown duration of symptoms when sampling during acute illness, heterogeneous cell populations in peripheral blood mononuclear cell and nasal mucosal scraping samples, and absence of a replicate population limit the discriminating depth in subgroups. Previous work in a multicenter U.S. cohort of 921 infants used latent class analysis, based on clinical factors and viral etiologies, to discriminate three severe bronchiolitis profiles: a larger subgroup (49%) resembling classic RSV bronchiolitis presentations, a third of the subjects with very severe disease, and 15% most often infected with rhinoviruses and presenting with higher eosinophil counts and high cathelicidin levels, and at increased risk for recurrent wheezing ([@bib13]). An additional, fourth profile of nonwheezing patients with milder illness was identified in two other cohorts in the United States and Finland, using a clustering approach ([@bib14]). Another study clustered intubated RSV-infected children by phenotyping dendritic cells in blood and BAL fluid ([@bib15]). Weak antiviral plasmacytoid dendritic cell responses were characteristic of an endotype grouping preterm and infants older than 4 months ([@bib15]). Recently, using urine for untargeted metabolomic analyses based on mass spectrometry in 52 Italian children with bronchiolitis, major involvement of the citric acid cycle discriminated those prone to subsequently experience recurrent wheezing ([@bib16]).

The N-of-1 pathways analysis in the present work and other approaches discussed here set the stage for evaluating larger cohorts, sampled more often, and subjected to next-generation sequencing technologies that enable single-cell RNA sequencing. Unsupervised machine learning analysis of disease trajectories in these populations would link to transcriptome patterns and uncover hidden endotypes, akin to the provocative recent advances in asthma. Then, the syndrome we have been calling bronchiolitis for 80 years may evolve into a discrete group of disease endotypes with specific diagnostic tests, finer prognostic tools, and tailored therapeutics. And the search for the panacea will be finally abandoned.
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